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GTGAGATGGTGCTTTCATGAATTCCCCCAACAAGAGCCAAGCTCTCCATCTAGTGGA^lG 

70 90 110 

GGAAGCTAGCAGCAAACCTTCCCTTCACTACGAAACTTCATTGCTTGGCCCAAAAGi^Q; 

130 150 170 \* : 

TTAATTCAATGTAGACATCTATGTAGGCAATTAAAAACCTATTGATGTATAAAACAG^Tg; 

190 210 230 S^.j. 

gcattcatggagggcaactAaatacattctaggactttataaaagatcactttttattta' 

250 270 290 

tgcacagggtggaacaagatggattatcaagtgtcaagtccaatctatgacatcaattat 

m.dyqvsspiydiny 

310 330 350 

TATACATCGGAGCCCTGCCtAAAAATCAATGTGAAGCAAATCGCAGCCCGCCTCCTGCCT 
YTSEPCP-KINVKQIAARLLP 

370 390 410 

CCGCTCTACTCACTGGTGTTCATCTTTGGTTTTGTGGGCAACATGCTGGTCATCCTCATC 
PLYSLV F I F'GFVGNMLVI L I 

430 450 470 

CTGATAAACTGCCAAAGGCTGGAGAGCATGACTGACATCTACCTGCTCAACCTGGCCATC 
LINCQRLESMTDIYLLNLAI 

490 510 530 

TCTGACCTGTTTTTCCTTCTTACTGTCCCCTTCTGGGCTCACTATGCTGCCGCCCAGTGG 
SDLFFLLT VPFWAHYAAAQW 

550 570 590 

GACTTTGGAAATACAATGTGTCAACTCTTGACAGGGCTCTATTTTATAGGCTTCTTCTCT 
DFGNTMCQLLTGLY FIGFFS 

610 630 650 

GGAATCTTCTTCATCATCCTCCTGACAATCGATAGGTACCTGGCTATCGTCCATGCTGTG 
GIFFIILLTIDRYLAIVHAV 

670 690 710 

TTTGCTTTAAAAGCCAGGACGGTCACCTTTGGGGTGGTGACAAGTGTGATCACTTGGGTG 
FALKARTVTFGVVTSVITWV 

730 750 770 

GTGGCTGTGTTTGCGTCTCTCCCAGGAATCATCTTTACCAGATCTCAAAAAGAAGGTCTT 
VAVFASLPGIIFTRSQKEGL 

790 810 830 

CATTACACCTGCAGCTCTCATTTTCCATACAGTCAGTATCAATTCTGGAAGAATTTCCAG 
HYTCSSHFPYSQYQFWKNFQ 

850 870 890 

ACATTAAAGATAGTCATCTTGGGGCTGGTCCTGCCGCTGCTTGTCATGGTCATCTGCTAC 
TLKIVILGLVLPLLVMVICY 

910 930 950 

TCGGGAATCCTAAAAACTCTGCTTCGGTGTCGAAATGAGAAGAAGAGGCACAGGGCTGTG 
SGILKTLLRCRNEKKRHRAV 

970 990 1010 

AGGCTTATCTTCACCATCATGATTGTTTATTTTCTCTTCTGGGCTCCCTACAACATTGTC 
RLIFTIMIVYFLFWAPYNIV 

1030 1050 1070 

CTTCTCCTGAACACCTTCCAGGAATTCTTTGGCCTGAATAATTGCAGTAGCTCTAACAGG 
LLLNTFQEFFGLNNCSSSNR 

1090 1110 1130 

TTGGACCAAGCTATGCAGGTGACAGAGACTCTTGGGATGACGCACTGCTGCATCAACCCC 
LDQAMQVTETLGMTHCC INP 

1150 1170 1190 

ATCATCTATGCCTTTGTCGGGGAGAAGTTCAGAAACTACCTCTTAGTCTTCTTpCAAAAG 
IIYAFVGEKFRNYLLVFFQK 

1210 1230 1250 

CACATTGCCAAACGCTTCTGCAAATGCTGTTCTATTTTCCAGCAAGAGGCTCCCGAGCGA 
HIAKRFCKCCSIFQQEAPER 

1270 1290 1310 

GCAAGCTCAGTTTACACCCGATCCACTGGGGAGCAGGAAATATCTGTGGGCTTGTGACAC 
ASSVYTRSTGEQEISVGL * 

1330 1350 1370 

GGACTCAAGTGGGCTGGTGACCCAGTCAGAGTTGTGCACATGGCTTAGTTTTCATACACA 
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Homology Comparison 
HDGNRlO.Pro x Hu. MCP-1 Receptor 



Percent Similarity: 82.991 Percent Identity: 70.088 
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4 QVSSPIYDINYYTSEPCPKINVKQIAARLLPPLYSLVFIFGFVGNMLVIL 53 

: ..::|.:| : . | | . | : : | | | | : I . I I I I I I I I I II I I I II I I I I : I 
18 EEVTTFFDYDY . . GAJ^CHKFDVKQ IGAQLL PPL YS LVF I FGFVGNMLWL 65 

• • • • • 

54 ILINCQRLESMTDIYLLNLAISDLFFLLTVPFWAHYAAAQWDFGNTMCQL 103 

|||||.:|-::|||IIMIIIIIhlhhhlM ll-'l IM-II-I _ 
66 ILINCKKLKCLTDIYLLNLAISDLLFLITLPLWAHSAANEWVFGNAMCKL 115 

• * • ' " 

104 LTGLYFIGFFSGIFFIILLTIDRYLAIVHAVFALKARTVTFGWTSVITW 153 

:|||| ||:|:| III I II III MINIMI Mill 1 1 MINI III III I 

116 FTGLYHIGYFGGIFFIILLTIDRYLAIVHAWALKARTVTFGVVTSVITW 165 
154 WAVFASLPGIIFTRSQKEGLHYTCSSHFPYSQYQFWKNFQTLKIVILGL 203 

MllllhlllllhMlh |.|:..|| : l-lhh- I M I _ 

166 LVAVFASVPGI I FTKCQKEDSVYVCGPYFPRG WNNFHTIMRNILGL 211 

204 VLPLLVMVICYSGILKTLLRCRNEKKRHRAVRLIFTIMIVYFLFWAPYNI 253 

II MMMIII I MM II II I II Ml III MMI 1 1 1 II MM IMM I 

212 VLPLLIMVICYSGILKTLLRCRNEKKRHRAVRVIFTIMIVYFLFWTPYNI 261 
254 VLLLNTFQEFFGLNNCSSSNRLDQAMQVTETLGMTHCCINPIIYAFVGEK 303 

|:|||||||||||.| % r.|...|IM I MM 1 1 1 M II MM III II I 

262 VILLNTFQEFFGLSNCESTSQLDQATQVTETLGMTHCCINPIIYAFVGEK 311 

304 FRNYLLVFFQKHIAKRFCKCCSIFQQEAPERASSVYTRS . . .TGEQEISV 350 

||..: : :. :|| .: |..: |::- A \ • ■ • h 

312 FRSLFHIALGCRIA . PLQKPVCGGPGVRPGKNVKVTTQGLLDGRGKGKSI 360 

351 G 351 
I 

361 G 361 
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